Fig. S2. Multispecies alignment and phylogeny of TETY7 and orthologous human (Hsa), canine (Cfa), and feline
autosomal genome fragments. a) Alignment is shown with respect to positions 327-744 of feline TETY1. DNA fragments
correspond to positions 58,463,864-58,464,280 of human chr. 20 (Hsa20) (May 2004 Build), 47,950,680-47,951,088 on dog chr.
24 (Cfa24) (July 2004 Build), and 200-618 of cat trace archive sequence ti840403870 from cat chromosome A2. b) Maximum
Likelihood based phylogeny of the aligned sequences demonstrates the recent phylogenetic relationship of feline TETY7 and
the feline A2 sequence.
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